13th International Congress on Infectious Diseases Abstracts, Poster Presentations mals has been clearly established. These bacteria have been detected world wide in products of animal origin and in healthy animals as well as in surface water. A fourth species Arcobacter cibarius was recently discovered on chicken carcasses. Although evidence was found for the connection of Arcobacter spp. with human and animal illness, Arcobacter spp. can be pathogens, opportunistic pathogens and commensals. The abundant presence of four Arcobacter species in foods of animal origin and the recovery of these bacteria from surface and drinking water suggest an important role of these bacteria as foodborne or waterborne agent and possibly as zoonotic agent. Results demonstrating the presence of potential virulence factors Arcobacter species will be presented including the first gene sequence comparisons of Arcobacter and Campylobacter flagella genes, to start the discussion about the chances of Arcobacter spp. causing an emerging food related disease. Clostridium botulinum toxin is known one of the most lethal bacterial toxin. There are reports of botulism intoxication due to consumption of traditional products in world. The aim of this study was to evaluate bioassay technique potential for C. botolinum toxin detection in Iranian traditional food samples. One hundred and thirty samples (57 cheese,2 kushk, and 63 smoked salted fish) were examined by bioassay technique. Monovalent standard antitoxins were used for detection of toxin type(APHA 1997). C. botolinum toxin is detected in 6 samples (4.58%). The contamination rate were 3.51% and 6.34% of traditional cheese samples and smoked salted fish respectively. This study also demonstrate type A and E were predominant types in cheese and smoked fish samples respectively. The results of this study such as others study are known bioassay is one of the most sensitive methods of detection of botulinum toxin in food samples in addition the use of correct processing methods and enough temperature and not eating of non-paustrized products are necessary for prevention of botulism disease.
Clostridium botulinum toxin is known one of the most lethal bacterial toxin. There are reports of botulism intoxication due to consumption of traditional products in world. The aim of this study was to evaluate bioassay technique potential for C. botolinum toxin detection in Iranian traditional food samples. One hundred and thirty samples (57 cheese,2 kushk, and 63 smoked salted fish) were examined by bioassay technique. Monovalent standard antitoxins were used for detection of toxin type(APHA 1997). C. botolinum toxin is detected in 6 samples (4.58%). The contamination rate were 3.51% and 6.34% of traditional cheese samples and smoked salted fish respectively. This study also demonstrate type A and E were predominant types in cheese and smoked fish samples respectively. The results of this study such as others study are known bioassay is one of the most sensitive methods of detection of botulinum toxin in food samples in addition the use of correct processing methods and enough temperature and not eating of non-paustrized products are necessary for prevention of botulism disease. Background: We report a first outbreak of sapovirus (SaV) in Taiwan. In May 2007, an outbreak of gastroenteritis occurred at a university in northern Taiwan. A total of 55 students reported symptoms associated with acute gastroenteritis and stool specimens were collected for laboratory testing from eight patients.
Methods: Stool suspension (10% w/v) was prepared in phosphate buffer and clarified by centrifugation. The precipitated specimen was mixed with 2% phosphotungstic acid and examined for the presence of viral particles with the transmission electron microscope. RNA was purified from stool suspension and reverse transcribed using SuperScript III RNaseH (−) reverse transcriptase according to the manufacture's instructions. PCR was carried out using primers directed against the conserved N-terminal capsid region. Nucleotide sequences were prepared with the terminator cycle sequence kit and determined with the ABI 3130 Avant sequencer. Nucleotide sequences were aligned using Clustal X and the distances were calculated by Kimura's twoparameter method.
Results: Only one of the eight specimens was discovered the presence of viral particles resembling the characteristic of ''Star of David'' morphology with sizes of 35-40 microns. Seven of 8 specimens were positive by RT-PCR for SaV. Phylogenetic analysis of the capsid region suggests it belongs to a SaV GI/2 species. Further determination of the complete subgenomic region reveals that Taiwan 2007 strain is closely related to the isolate discovered in Japan 2004.
Conclusion: This is the first report of a SaV-associated outbreak of gastroenteritis in Taiwan. Many of earlier SaV outbreak reports described GI/1 infection, which was a different genotype to the one in this study (GI/2). SaV symptoms are though to be milder than norovirus infection, this outbreak highlighting the need to increase in SaV surveillance and further study on the 'silent' transmission route via asymptomatic carrier. 
